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ATG AAA AAA GCA Cy tf^MM^M GGG GAA CAA ATC AGA AGT ATC AGC GAC 
CTC CAC CAG ACA TTG AAA AAG GAG CTT GCC CTT CCG GAA TAC TAC GGT 

GAA AAC CTG GAC GCT TTA TGG GAT TGT jCTQjACiC GGA TGG GTC GAG TAC 

CCG CTC GTT TTG GAA TGG AGG CAG TTT GAA CAA AGC AAG CAG WMMr 

GAA AAT GGC GCC GAG AGT GTG <3MMM&T TTC CGT GAA GCG AAA GCG 
GAA GGC TGC GAC ATC ACC ATC ATA CTT TCT TAA 



Figure 2 A 
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MKKAVINGEQIR SI SD 
LHQ TLK KELALPB YY G 
ENLDALWDCLTG WV EY 
PLVLEWR QFEQ S K QLT 
EN GAE S VLQV PRE AK A 
EGCDIT IILS*** 

Figure 2B 
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ATG AAG AAG GCT GTG ATC AAT GGA GAA CAA ATC AGA TCT ATC TCA GAC 
CTT CAT CAA ACT TTG AAG AAG GAG CTT GCT CTT CCT GAG TAC TAT GGT 
GAG AAC TTG GAC GCT TTG TGG GAT TGT CTT ACT GGA TGG GTT GAG TAC 
CCT CTT GTT TTG GAA TGG AGG CAA TTC GAG CAA TCT AAG CAA CTT ACT 
GAG AAT GGA GCT GAG AGC GTT CTT CAA GTG TTT AGA GAA GCT AAG GCT 
GAA GGA TGT GAC ATC ACT ATC ATT CTT TCT TAA 



Figure 3 A 
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MKKAVINGEQIR SI SD 
LHQ TLK KELALPE YY G 
ENLDALWDCLTG WV EY 
PLVLEWR QFEQ S K QLT 
EN GAE S VLQVFRE A K A 
EGCDIT IILS*** 



Figure 3B 
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1 Met Lys Lys Ala Val lie Asn Gly Glu Gin He Arg Ser He Ser Asp 
wt 1 ATG AAA AAA GCA GTi^HSili GGG GAA CAA ATC AGA AGT ATC AGC GAC 
mod ATG AAG AAG GCT GTG ATC AAT GGA GAA CAA ATC AGA TCT ATC TCA GAC 

17 Leu His Gin Thr Leu Lys Lys Glu Leu Ala Leu Pro Glu Tyr Tyr Gly 
wt 49 CTC CAC CAG ACA TTG AAA AAG GAG CTT GCC CTT CCG GAA TAC TAC GGT 
mod CTT CAT CAA ACT TTG AAG AAG GAG CTT GCT CTT CCT GAG TAC TAT GGT 

33 Glu Asn Leu Asp Ala Leu Trp Asp Cys Leu Thr Gly Trp Val Glu Tyr 
wt 97 GAA AAC CTG GAC GCT TTA TGG GAT TGT GGA TGG GTC GAG TAC 

mod GAG AAC TTG GAC GCT TTG TGG GAT TGT CTT ACT GGA TGG GTT GAG TAC 

49 Pro Leu Val Leu Glu Trp Arg Gin Phe Glu Gin Ser Lys Gin Leu Thr 
wt 145 CCG CTC GTT TTG GAA TGG AGG CAG TTT GAA CAA AGC AAG CAG jGT%AGT 
mod CCT CTT GTT TTG GAA TGG AGG CAA TTC GAG CAA TCT AAG CAA CTT ACT 

65 Glu Asn Gly Ala Glu Ser Val Leu Gin Val Phe Arg Glu Ala Lys Ala 
wt 193 GAA AAT GGC GCC GAG AGT GTG CjjjGJMflT TTC CGT GAA GCG AAA GCG 
mod GAG AAT GGA GCT GAG AGC GTT CTT CAA GTG TTT AGA GAA GCT AAG GCT 

81 Glu Gly Cys Asp He Thr He He Leu Ser *** 
wt 241 GAA GGC TGC GAC ATC ACC ATC ATA CTT TCT TAA 
mod GAA GGA TGT GAC ATC ACT ATC ATT CTT TCT TAA 



Figure 4 
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Figure 5 
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Figure 6 
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Figure 7 



